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(57) Abstract 

A method of interrupting 
the expression of a macromolecu- 
lar synthesis operon in bacteria 
comprising the step of binding an 
antisense oligonucleotide to a 
single stranded DNA or to a 
mRNA transcribed from the mac- 
romolecular synthesis operon. 
The antisense oligonucleotide can 
be either sequence specific to a 
unique intergenic sequence or a 
sequence specific to a bacterial 
homologous sequence. By inter- 
rupting the expression of the mac- 
romolecular synthesis operon bac- 
terial infections can be treated. 
Examples of antisense oligonucle- 
otides are 5'CATCCAAG- 
CAGTGGTAAAACTGTTT 3', 
5TCACCGATCG GCGT TTCCA 
3', 5'GGCCCCGATTTTAGCAA 
y 9 5'CTTGCGTA- 

^£S5SSS^AGTOCy The ability of the antisense oligonucleotide to bind the mRNA or single stranded DNA also 
ducts of the MMS operon with oligonucleotides is also disclosed. 
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ANT I SENSE OLIGONUCLEOTIDE ANTIBIOTICS 

COMPLEMENTARY TO THE MACROMOLECULAR 
SYNTHESIS OPERON, METHODS OF TREATING 
BACTERIAL INFECTIONS 
AND METHODS FOR IDENTIFICATION OF BACTERIA 

F JTCT.D OF THE! INVENTION 
The present invention relates generally to 
antisense oligonucleotides which bind to a messenger RNA. 
More particularly it relates to antisense oligonucleotides 
which bind to messenger RNA transcribed from the 
macromolecular synthesis operon of bacteria. It also 
relates to the treatment of bacterial infections by the 
introduction of antisense oligonucleotides into bacteria. 
It further relates to the method of identification of 
bacteria by the binding of an antisense oligonucleotide 
specifically to a unique sequence in the intergenic 
regions of the macromolecular synthesis operon of 
bacteria. It also relates to the treatment of bacterial 
infections by competitive inhibition of the macromolecular 
synthesis operon gene products by utilizing 
oligonucleotides known to act as recognition sequences for 
the MMS operon protein products. 
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gACTOROTTN n OF THE TNVRM T Tn* T 
It has been demonstrated that the genes involved 
m initiating the synthesis of DNA, RNA and protein in 
5 bacteria are contained in one single structural unit named 

the macromolecular synthesis operon (MMS) . The genes are ' 
part of a single transcription unit and have been 
identified as xpjm encoding ribosomal protein S21 involved ' 
in initiating translation, duafi encoding the protein 
10 primase which initiates DNA replication and which 

encodes sigma-70 involved in initiating transcription. 
The operon structure is found in both gram negative 
bacteria, such as Escher ichia c^lLL and SsOmmzllz 
typhamurium , and in gram positive bacteria such as 
1S fiacilUia SUbtili FT. The individual structural genes are 

conserved and have large areas of homology. On the other 
hand, the intergenic sequences between the structural gene 
within the operon are unique to each bacterial species 
The MMS operon appears to be a central information 
20 Processing unit for directing the flow of genetic 

information. The organization of the operon suggests that 
under certain physiological conditions there is a need for 
coordination of synthesis of the information 
rnacromoleculas (DNA, RNA and protein) in the cell and 
25 hence a coregulation of the initiator genes, since the 

synthesis of each class of macromoiecule appears to be 
regulated at its initiation step, regulation of the MMS 
operon most likely plays a role in regulating cell 
growth. 



The MMS operon contains three structure! genes. 
The ibsSI gene encodes the ribosomal protein S21 which is 

tr^sr!- 4 " SPSOifiC lnitiati011 ° £ «*« RNA (mRNA) 

translation. The protein S21 interacts with a stretch o£ 
rrbosomal HHA (rRKA) complementary to the mRNA rihosomal 

the T 6 C3llea Shine - Dal sarno sequence !ocatea at 
the 3' end of the 16S rRHA. colicin E3 removes 50 
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nucleotides from the 3' terminus of 16S rRNA. E3 treated 
ribosomes cannot carry out polypeptide chain initiation 
nor chain elongation. In reconstitution experiments, E3 
treated ribosomes bind all 30S proteins except S21. RNA 
protein cross-linking experiments demonstrate that protein 
S21 is cross-linked to the 3' dodecanucleotide of the 16S 
rRNA. The base-pairing potential of the 3' terminus of 
16S rRNA depends on the functional state of the 30S 
subunit and the presence of S21, which is required for 
specific initiation of E, coli and phage MS 2 mRNA 
translation. 

Initiation of DNA replication requires a priming 
RNA which is synthesized by the dnafi gene product, 
primase. This protein binds to the phage G4 origin of 
replication. Primase also is known to interact with the 
multienzyme complex primosome to initiate synthesis of 
Okazaki fragments on the chromosomal replication 
fork-lagging strand of E_^ coli". Primase is the sole 
priming enzyme required for initiation of DNA replication 
at the origin of the E_^ coli chromosome. A p_axfi mutation 
in the dnaG gene results in abnormal partition of 
chromosomes and was originally isolated as a 
thermosensitive mutant affecting DNA synthesis and 
cellular division. Thus, in addition to initiation of DNA 
replication, the dnaG gene appears to play some role in 
regulating cell division. 

The rpoD gene product sigma-70 is involved in the 
recognition of promoter sequences for the specific 
initiation of RNA transcription. Sigma-70 interacts with 
the core polymerase o^BB' conferring specificity for 
promoter sequences. Sigma-70 is a member of a large 
family of RNA polymerase sigma factors. Thus, the 
macromolecular synthesis operon gene products share a 
common mechanism. Through protein-nucleic acid 
interactions uhe gene products of the MMS operon bind 
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specific nucleotide sequences. For example S21 binds the 
Shme-Dalgarno Sequence/ribosome binding site, primase 
binds the origin of replication, and sigma-70 binds a 
promoter sequence. These interactions result in 
initiation of synthesis of protein, DNA or RNA 
respectively. 

Antisense RNAs have been utilized both in nature 
and experimentally to regulate gene expression. For 
example antisense RNA is important in plasmid DNA copy 
number control, in development of bacteriophage P22 
Antisense RNAs have been used experimentally to 
specifically inhibit in viJ^ translation of mRNA coding 
from Drosophila hsp23, to inhibit Rous sarcoma virus 
15 replication and to inhibit 3T3 cell proliferation when 

directed toward the oncogene c-foa. Furthermore, it is 
not necessary to use the entire antisense mRNA since a 
short antisense oligonucleotide can inhibit gene 
expression. This is seen in the inhibition of 
chloramphenicol acetyltransf erase gene expression and in 
the xnhibition of specific antiviral activity to vesicular 
stomatitus virus by inhibiting the N protein initiation 
site. Antisense oligonucleotides to the c-myc. onocogene 
have been demonstrated to inhibit entry into the S phase 
25 but not the progress from G Q to G Finally, 

inhibition of cellular proliferation has been demonstrated 
by the use of antisense oligodeoxynucleotides to PCNA 
cyclin. 

Antibiotics are important pharmaceuticals for the 
treatment of infectious diseases in a variety of animals 
including man. The tremendous utility and efficacy of 
antibiotics results from the interruption of bacterial 
(prokaryotic) cell growth with minimal damage or side 
effects to the eukaryotic host harboring the pathogenic 
35, organisms. All antibiotics destroy bacteria by 

interfering with the normal flow of genetic information 
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This is performed by inhibition of any one of the 
following: DNA replication, that is, DNA to DNA (for 
example, the drugs Novobiocin and Nalidixic acid); 
transcription, that is, DNA to RNA (for example, 
Rifampin); translation, that is, RNA to protein (for 
example, tetracyclines, erythromycin and kamanycin) ; or 
cell wall synthesis (for example, penicillins). 

The present invention provides a new class of 
antibiotics and a method for the treatment of bacterial 
infections either generally or specifically. The 
antibiotics are antisense oligonucleotide sequences which 
bind mRNA transcribed from the MMS operon. This is a new 
method of treating bacterial infections by interfering 
with the fundamental structural unit that regulates the 
growth and replication of bacteria. 

ftTTMMARY OF THF. INVENTION 

An object of the present invention is the 
provision of a method for the treatment of bacterial 
infections . 

An additional object of the present invention is 
the use of antisense oligonucleotides to treat bacterial 
infections . 

A further object of the present invention is a 
method for identifying bacteria. 

An additional object of the present invention is 
the provision of antibiotics which interrupt the operation 
of the macrornolecular synthesis operon in bacteria. 

A further object of the present invention is the 
use of competitive inhibitors to interfere with the 
nucleotide recognition site of the macrornolecular operon 

gene products. 

Thus, in accomplishing the foregoing objects 
there is provided in accordance with one aspect of the 
present invention a method of interrupting the expression 
of a MMS operon comprising the step of binding an 
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antxsense oligonucleotide to a mRNA transcribed from said 
MMS operon. The antisense oligonucleotide sequence can be 
specxfxc to a unique intergenic sequence in the mRNA or it 
can be a sequence which is specific to a region of the 
mRNA containing a sequence which is homologous between 
bacterial strains or any combination of these. 

A further aspect of the present invention is the 
method for treating bacterial infections by interrupting 
the expression of the MMS operon by binding an antisense 
oligonucleotide antibiotic to a mRNA transcribed from the 
MMS operon. 

In preferred embodiments, the antisense 
oligonucleotide antibiotic can be selected from the 
15 following sequences: 

5" CATCCAAAGCAGTGGTAAAACTGTTT 3' (AOAMMS-daafi) 
5' TCACCGATCGGCGTTTCCA 3 * (AOAMMS-xeqS) , 
5' GGCCCCGATTTTTAGCAA 3 • (AOAMMS-Eco) ; 
: 5' CTTGCGTAAGCGCCGGGG 3' (AOAMMS— Sty) and 
20 5* TATTCGATGCTTTAGTGC 3 ' (AOAMMS-Bsu) 

Another aspect of the present invention is a 
method for typing or identifying bacteria comprising the 
steps of binding a unique intergenic antisense 
oligonucleotide to a mRNA transcribed from the MMS operon 
25 and then determining the amount of binding between the 

species specific MMS oligonucleotide and the mRNA 
transcribed from the MMS operon of a given bacterial 
species . 

In the treatment of a bacterial infection or in 
3o the identification of bacteria the antisense 

oligonucleotide is at least 10 nucleotides (io mer) . m a 
preferred embodiment, an oligonucleotide of 16 to 26 mers 
xs used. 

An additional aspect of the present invention is 
35 the provxsxon of an antisense oligonucleotide antibiotic 

of at least 10 nucleotides, wherein said oligonucleotide 
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binds to a mRNA transcribed from a MMS operon. In one 
embodiment the antibiotic further comprises a carrier 
molecule linked to the oligonucleotide for facilitating 
the uptake of the oligonucleotide into the bacterium. The 
carrier molecule can be an amino acid, and in one 
preferred embodiment is leucine. In another embodiment 
the 3' end of the oligonucleotide is derivatized to 
prevent the degradation, e.g. by exonucleases , of the 
oligonucleotide after bacteria uptake. 

Other and further objects, features and 
advantages will be apparent from the following description 
of the presently preferred embodiments of the invention 
given for the purpose of disclosure when taken in 
conjunction with the accompanying drawings. 

npX F-F HF. SCRIP T TOM OF THK DRAWINGS 

Figure 1 is the MMS operon shown in schematic 
form. It contains three genes, one each, involved in the 
initiation of translation ( rpSU) , replication Idusfil and 

transcription ( rPOP) • 

Figure 2 depicts the regulation of the E. COli 
MMS operon. The three genes in the MMS operon are 
depicted as closed boxes. The cia-acting regulatory 
sequences include promoters (P x , Pj, P 2 » p 3' P a' 
P b , P hs ), terminators <T X and T 2 ), a LexA binding 
site, nut and an RNA processing site. The tr_a_ns_ 
acting factors are shown with arrows drawn to where they 
are believed to act. The NusA protein increases rpoD gene 
expression, but its site of action is unknown. Global 
regulatory networks that interact with the MMS operon 
include the SOS, heat shock and stringent response. A 
functional role' for a£f_ x has not been assigned, but the 
proximity of P x and the conservation of the orf x 
sequences in JL±. coli and typhimurium suggests a 
possible MMS operon regulatory role. There are several 
other open reading frames further upstream with no 
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assigned function and the nearest gene mapped on the £, 
flftH chromosome is the gen e which is 14 kb away. 

Fl9UrS 3 is a c °*Parison of the MMS operon in 

been 6 d r T SPeCieS * ^ 5trUCtUre of the MMS operon has 
been determxned for ^ ^ iy^M*^ and ^ 

f^f^' ThS 9Snes are ^P-ted by open boxes with the 
sxze gxven m base pairs (bp) including termination 
codon. The size of the intergenic sequences is given 
below. Position of promoters (P) axe denoted. AOAMMS - 
Eco xs complementary to the E, ^ MMS operon xssH-dn^ 

the S r C h Se9UenCeS - A0AMMS " StY iS oomplementarylf 
the S_ Jyphxm«»rinm MMS operon j^-SnaG intergenic 
sequences, AOAMMS _ Bsu is compleinentary tQ ^ 
JL, Sl^tilis MMS operon zj&LL-^ intergenic sequences 

Figure 4 shows a 5' modified antisense 
leu!xne? le ° tide antibi ° tiC containing the addition of 

Figure 5 shows a 3- modified antisense 
20 olxgonucleotide antibiotic. 

strains ZlT^ ' ^ h ° mol °^ s bet —n bacterial 

straxns for the primase gene. The information was 
generated from DNA sequences in GenBank utilizing the 
Molecular Bxology Information Resources Multialign program 

" The LT 26 h r l09Y SearCh6S ° f Pr ° tein o!t 

The data xs alxgned from left to right on the abscissa 
the amino terminal to the carbon t-^ • , ' 
protein Tho „ , carboxy termxnal portions of the 

procexn. The numbers reDrespnf 

^present the amxno acid position* 

30 Z el o £ I" 16 was 

*- u ESJO-r and xn (c) B <??iHi--! i ■: „ 

e , , . v ' ff.UPt j. I t s. xs compared tr> 
typhi mn r ,, T In (A) Vdrea to 

- nK I-i- w ' the ±yphxmnrinm and fi^ 

S^! 0 P rr: protein sequenoes have teen ■»■— to 

,s s ::ue"::::%i:rr;::: r : ii n ,ion - identica! — 

ower case letters sxgnxfy non-aligned amino 
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acids. The dashes represent aligned identical bases while 
the dots signify gaps. The data demonstrate that the 
primase proteins are related and share homology domains 
particularly in the amino terminal regions. The 
nucleotide sequence encoding these areas of amino acid 
homology are also very homologous. 

Figure 7 is a picture of 1% agarose gel showing 

antisense binding. 

The drawings are not necessarily to scale and 
certain features of the invention may be exaggerated in 
scale or shown in schematic form in the interest of 
clarity and conciseness. 

TY plTATIjED pF.SCRIPTION 

It will be readily apparent to one skilled in the 
art that various substitutions and modifications may be 
made to the invention disclosed herein without departing 
from the scope and spirit of the invention. " 

The macromolecular synthesis <MMS>' operon 
includes genes involved in initiating translation, ££fili 
replication, djmfi, and transcription, jlesP.. These genes 
are contained within a single transcriptional unit, 
Figures 1 and 2, and are involved in initiating synthesis 
of the major information macromolecules of the cell. The 
organization of the operon suggests that under certain 
physiological conditions there is a need for coordination 
of synthesis of DNA, RNA and protein in the cell and hence 
a coregulation of the initiator genes. Since the 
synthesis of each class of information macromolecule (DNA, 
RNA and protein) appears to be regulated at its initiation 
step, regulation of the MMS operon most likely plays a 
role in regulating cell growth. 

In the MMS operon cis-acting regulatory sequences 
can occur within the coding regions. In gram-negative 

bacteria these include the nut site within the rj&sll 
35 • 

structural gene and promoters P a , P fa , and P hs in the 
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ami structural gene. Promoter P 3 of the ^ subt illi. 
MMS operon xs within this gene coding for P23 . Other 
<Sia-acting regulatory sequences are located in the 
5 xntergenic regions; terminator T ± is located between 

and duafi and an RNA processing site occurs in the 
^naS-J^D intergenic sequences. Thus, multiple ^-acting 
regulatory sequences allow discoordinate regulation as 
well as differential relative rates of individual gene 
no expression within this operon structure. 

Codon usage can affect relative amounts of 
xndxvidual gene expression. The presence of codon 
preference reflects the relative concentrations of 
isoaccepting tRNA species in the cell. The use of rare 
codons provides a means to ensure low level expression of 
regulatory genes. The ^ gen e contains greater than ten 
txmes the number of rare triplet codons as other ^ ^ 
genes and the absolute number of rare codons in the SusS 
* f milar t0 th3t ° f ° th - control genes (e.g. 

20 , ^ C alS ° ° CCUr in the *~ ^liiMiri^ flua 

mRNA and the to£ gene of fu S3s btlll & . An additional 
translational regulatory mechanism operative in the MMS 
operon relies on the occurrence of ribosome binding sites 
with varying degrees of complementarity to the 
Shine-Dalgarno sequence. This can be seen in the E. ^ 
5naS gene, and is presumably due to the dif f erenceTnlrte 
energy of binding leading to less efficient binding of the 
rxbosome to the ^ portion of the ^ ^ ^ 

these translational regulatory mechanisms, rare codon - 
usage and altered ribosome binding affinity may partially 
explaxn the observed apparent discoordination of 
expression of the genes in this operon. The steady state 
relatxve abundances for the MMS operon protein products in 

tlr^ ^ 4 °' 000 S21 ' 50 f ° r and 

35 approxxmately 3000 for sigma-70. 
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Comparative analysis of three sequenced MMS 
operons reveals several interesting features (Figure 3). 
All of the operons contain three open reading frames and 
transcription of the operons is initiated by several 
promoters at the 5* end. The major promoters have 
overlapping nucleotide sequences (-10 and -35 regions) and 
the cis-acting regulatory sequences appear to be clustered 
in small regions. Each operon contains a heat shock 
promoter (P hs > within the DNA replication initiation 
gene, dnaG or dnaE . The IL_ coU and typhimurium 
operons contain an open reading frame (orf x > upstream of 
the external promoters (P.^ P 2 , P 3 ). Only 7 bp 
separate the -35 sequences of P x and P x in L. eali 
while these sequences actually overlap in the S_s_ 
+-vphi murium operon. 

The central gene in the MMS operon is the one 
involved in initiating DNA replication. The djiafi gene 
product, primase has several activities which include (i) 
a protein-protein interaction with the primosome complex, 
(ii) a protein-nucleic acid interaction for recognition of 
the origin, (iii) an RNA polymerase activity to synthesize 
the primer RNA and (iv) a role in the partitioning of 
chromosomes as suggested by the parP mutation in the djiaG. 
gene. There are no promoters which transcribe the dnaG 
gene directly. A 5' transcription terminator, poor 
ribosome binding site, occurrence of rare codons and 
clustering of rare codons are all mechanisms that maintain 
low level expression of this gene. Overexpression of the 
djiaS. gene from a regulated promoter on an autonomously 
replicating plasmid kills the host cells. Evidence that 
regulation of dnaG expression directly affects cell growth 
comes from Tn5_ mutagenesis data. A cloned djaa£ gene with 
the MMS operon promoters intact, on a multicopy plasmid 
slows the growth rate of the host cell harboring it. 
After insertion of Tn5_ into the dnaG promoter regions, 
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presumably leading to decreased (JaaG gene expression, 
growth rates return to control levels demonstrating that 
an mcreased dnafi expression can affect growth. Isolation 
of the E3£B mutation also suggests a direct role for dna£ 
xn chromosome partitioning, cell division, and therefore, 
bacterial cell growth. The primase proteins encoded by 
the DNA replication initiation genes from the three 
sequenced MMS operons contain several regions of homology 
(Figure 6) . 

The MMS operon is under very complex regulatory 
control which, teleo logically would be expected of a unit 
whose control is important to regulation of cell growth 
In addition to the intrinsic complex regulation, the 
operon interacts with several global regulatory networks 
xncluding heat shock, the stringent response, and SOS . 
This operon appears to have evolved ways to be regulated 
both as a single unit and as a group of independent units 
by strategic positioning of transcriptional and 
translations! control signals. The fact that the operon 
xs the same in soli and ^ typhjmurium and very similar 
« JLu SUlatilia suggests there is a selective advantage to 
evolving such a structure. 

The term •'oligonucleotide- as used herein defines 
a molecule comprised of more than three 

deoxyribonucleotides or ribonucleotides. Its exact length 
will depend on many factors relating to the ultimate 
function or use of the oligonucleotide. 

The term "homologous sequence" as used herein 
defines a sequence within the MMS operon which has been 
conserved in bacterial species such that the sequence is 
nearly identical among a variety of species. Thus, this 
sequence because of its identity cannot be used to 
distinguish different types of bacteria from themselves 
but can be used as a location which can be attacked by a 
single agent to interfere with a variety of bacterial 
species. 
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The terra "unique intergenic sequences" as used 
herein defines a section of non-coding DNA between 
specific genes. In the MMS operon the intergenic 
sequences as seen in Figure 3 are unique for each 
different strain of bacteria. Thus, a specific sequence 
will be characteristic for a specific strain of bacteria 
and thus, can be used to identify the bacteria or for the 
specific binding an an agent to kill or interrupt the 
functioning of that type of bacteria only. 

The term "antisense" as used herein defines an 
oligonucleotide the sequence of which is complementary to 
the sense strand of the MMS operon. An antisense 
oligonucleotide will bind (form a complex by Watson-Crick 
base pairing) in a complementary fashion to the messenger 
RNA molecule which has been transcribed from the MMS 
operon, as well as to a single stranded DNA of the MMS 
operon. 

The term "antibiotic" as used herein means an 
oligonucleotide capable of interfering with the MMS operon 
to slow down bacterial growth thereby arresting growth and 
provoking cell death. 

"Derivitizing" the oligonucleotide means altering 
the structure of the oligonucleotide to perform a specific 
function (e.g. (1) an addition to the 5* end to afford 
uptake into the cell; (2) blocking the 3' end to prevent 
exonucleo lytic breakdown). This procedure provides a more 
functional and stable oligonucleotide when it is in the 
bacteria. For example, the 3' end can be derivitized by 
adding a phosphorothioate linked nucleotide. 

In one embodiment of the present invention there 
is included a method of interrupting the expression of a 
MMS operon comprising the step of binding antisense 
oligonucleotide to an mRNA transcribed from the MMS 
operon. In this method the antisense oligonucleotide 
binds to the mRNA which is transcribed from the MMS 
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operon. After the binding of the antisense 
oligonucleotide the mRNA is unable to be translated into 
the proteins encoded by the MMS operon. m order to 
xnactivate the mRNA, only a small segment of the mRNA must 
be bound to the antisense oligonucleotide. 

The antisense oligonucleotide is selected from 
the group consisting of a sequence specific to a unique 
mtergenic sequence, a sequence specific to a bacterial 
t0 homologous expressed sequence and any combination 

thereof . 

By binding to a specific unique intergenic 
sequence encoded in the single stranded DNA or mRNA which 
has been transcribed from the MMS operon, the antibiotic 
15 can be targeted to interrupt and kill the specific type of 

bacteria. By binding to the homologous sequence, the 
antxbxotic can be targeted to a wide variety of bacteria 
all containing the homologous sequence. Depending on the 

!hL 9 V he ' 0li90nUCle0tide ^ l0Cati ° n ° f th * mRNA 

20 whxch xs bound, the oligonucleotide may overlap and bind 

to both a unique sequence and a homologous sequence 

Although the length of the oligonucleotide which 
xs necessary to inhibit the functioning of the mRNA is 
unknown, it should be at least 10 nucleotides (10 mer) 
25 m one embodiment of the present invention, the 

oligonucleotide is in the range of 16 to 2 6 mers 

a m^H „ T ad<3iti0nal as * ect ° f the present invention is 
a method for treating bacterial infections comprising the 
step of xnterrupting the expression of a MMS operon by 

tTZl'T/? iSeiiSe ° lig ° nUCleofci ^ antibiotic to a mRNA 
transcrxbed from said MMS operon. The antisense 

sequ:::: le r ide antibi ° tiC W »* *> a homologous 

ther!^ l UniqUe lnt6rgeniC S **— or a combination 

Tnl l \, eXamPleS ° f Seq ~ "a-* can be used to 

35 bxnd to the mRNA to interrupt the function of the MMS 

operon and thus to treat bacterial infections are seen in 
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Table 1 

Sequences which bind to mRNA transcribed 
from the MMS operon 

(1) 5 • CATCCAAAGCAGTGGTAAAACTGTTT 3' ( AOAMMS-d&aG.) , 

(2) 5 * TCACCGATCGGCGTTTCCA 3 ' (A0AMMS-r_p_O_D) / 

(3) 5* GGCCCCGATTTTTAGCAA 3* (AOAMMS-Eco) , 

(4) 5' CTTGCGTAAGCGCCGGGG 3' (AOAMMS-Sty) , 

(5) 5' TATTCGATGCTTTAGTGC 3* (AOAMMS-Bsu) . 
The first two sequences (1-2) bind to bacterial 

homologous sequences and thus are not specific to any type 
of bacteria. These sequences can be used to treat a wide 
class of bacterial infections since they attack both gram 
positive and gram negative bacteria. The last three 
sequences (3-5) are unique intergenic sequences which bind 
15 to specific sequences in specific bacteria. For example 

sequence (3) is specific to EL. colj. Thus, employing this 
antisense oligonucleotide antibiotic will specifically 
inhibit the MMS operon of CQli while not attacking the 
MMS operon of other bacteria. Sequence (4) specifically 
binds the transcribed mRNA of S^. typhi murium and sequence- 
(5) specifically binds the mRNA of subtilis - Thus, by 
employing the antisense oligonucleotide antibiotics (3-5) 
a specific antibiotic can be used to kill a specific 
bacteria. Thus, the treatment to kill or interfere with 
the reproduction of specific bacterial strains can be 
targeted. 

In the preferred embodiment, using unique 
sequences, the nucleotide sequence of the proposed 
antisense oligonucloetide antibiotics is complementary to 
the intergenic region of the 5' side of the DNA 
replication initiation gene (dnaG or (JiiaE) (see Figure 
3). This region of the MMS operon is chosen because the 
replication initiation gene has the lowest level of 
expression within the operon. Furthermore, in L. Cpli and 
S. t- ynhimurium . this gene is located downstream from a 
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terminator and is not directly transcribed by any 
Promoter, m order to provide a more stable ineraction 
with the mRNA the primary sequences of the antisense 
5 oligonucleotide antibiotic are chosen to maximize GC base 

pairing. However, there is usually a balance between 
maintaining the uniqueness of the sequence and maximizing 
the GC base pairing. 

Another embodiment of the invention is a method 
of identifying bacteria comprising the steps of binding a 
unique species specific intergenic antisense 
oligonucleotide to a mRNA transcribed from a MMS operon of 
a given species and determining the amount of said 
binding. The unique sequence will only bind to a specific 
bacteria strain, therefore no binding indicates a 
different strain and binding indicates the strain with the 
specific sequence. Each bacteria strain contains its own 
unique intergenic sequence which can be used to uniquely 

T Jf/ SaCh Strain ' ^ m WhiCh is transcribed from 
20 the MMS operon spans the whole operon and contains the 

whir h in n 9eniC SeqUenCe ' 87 desi * ni »* oligonucleotides 
which bind to these unique sequences, the diagnosis and 
treatment can be tailored to only interfere with the 
functioning of a MMS operon in those bacteria strains 
which have that unique sequence. Thus, by using a variety 
of antisense oligonucleotide probes, bacteria can be typed 
for each individual strain. The amount of binding can be 
determined by a variety of methods known to those skilled 

lVT» art ' inClUdin9 "^isotopes, enzymes, fluorescers, 
30 antibodies and chemiluminescers For example, the unique 

species specific intergenic antisense oligonucleotides can 

be labelled with biotin and then identified by a Strep 

avidm complex or a fluorescent tag. 

For example, the antisense oligonucleotide of 
3 5 sequence (3) table 1 can be used to identify ^ 

whereas the antisense oligonucleotide of sequence (4) 
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table 1 can be used to identify typhimurjum and the 
antisense oligonucleotide of sequence (5) table 1 can be 
used to identify fi^ subtilis . One skilled in the art will 
readily recognize that as additional MMS operon intergenic 
sequences are sequenced additional bacteria can be 
identified by antisense oligonucleotides synthesized to 
the unique intergenic sequences. 

In bacteria typing the length of the antisense 
oligonucleotide will be determined by the size necessary 
to bind specifically to the unique sequence. The 
oligonucleotide will be at least 10 nucleotides. In one 
preferred embodiment the sequences are between 16 and 
26 mers. Examples of some preferred sequences are found 
in table 1 sequences (3-5) . 

In order for the antisense oligonucleotide 
antibiotic to effectively interrupt the MMS operon 
function by binding to the mRNA transcribed from the MMS 
operon, the antisense oligonucleotide antibiotic must 
enter the bacterial cell. Although some oligonucleotides 
can be taken up by certain bacterial cells (e.g. 
Haemophillus) , other oligonucleotides will need to be 
modified to facilitate uptake. Thus, it may* be necessary 
to link a carrier molecule, for example an amino acid, to 
the oligonucleotide. In Figure 4, the oligonucleotide is 
modified at the 5' end by adding a leucine molecule to the 
oligonucleotide. Bacteria have multiple transport systems 
for the recognition and uptake of molecules of leucine. 
The addition of this amino acid to the oligonucleotide 
will facilitate the uptake of the oligonucleotide in the 
bacteria and will not interfere with the binding of the 
antisense oligonucleotide to the mRNA molecule. 

One skilled in the art will readily recognize 
that other methods are available for facilitating the 
uptake of the antisense oligonucleotide antibiotic in the 
bacteria. For example, addition of other amino acids will 
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enable utilization of specific amino acid transport 
systems. Addition of lactose to the oligonucleotide by a 
covalent linkage may enable transport by lactose permease 
5 (product of the JUs. operon £ gene) . Other sugar transport 

systems, known to be functional in bacteria, can be 
utilized to facilitate uptake into the bacterial cell. 

Once an oligonucleotide with or without the 
carrier has entered the bacterial cell, it is important 
10 that it remain stable for the time period necessary to 

bind to the mRNA transcribed by the MMS operon. m one 
embodiment of the present invention, the oligonucleotide 
is derivatized at the 3 ■ end to prevent degradation of the 
oligonucleotide (Figure 5). other methods are known to 
alter the 3' and/or 5' ends of oligonucleotides to prolong 
the intracellular life and thus increase the availability 
for binding to the mRNA. 

In addition 'to interrupting the MMS operon by 
binding to the mRNA transcribed from the operon, it is ' 
also possible to control other downstream products of the 
MMS operon to interrupt bacteria and to treat bacterial 
xnfections. For example, interrupting the function of the 
proteins encoded in the MMS operon will also interrupt the 
function of the MMS operon and lead to death of the 
25 bacteria. 

One embodiment of the present invention is a 
method for treating bacterial infections comprising the 
step of interrupting the function of proteins selected 
from the group consisting of S21, primase and sigma-TO; 
This method comprises the step of competitively inhibiting 
a recognition site of a protein encoded by the MMS operon 
by introducing a competitive oligonucleotide into the 
bacteria. 

The S21 recognition site includes the 
35 Shir.e-Dalagarno sequence located at the 3' end of the 16S 

rRN/j and may be inhibited by introducing an 
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oligonucleotide which competitively inhibits the binding 
of S21 in the bacteria. For example, an oligonucleotide 
of the sequence 5 ■ GATCACCTCCTTA 3' which is the 3' end of 
the 16S rRNA (the Shine-Dalagarno sequence). 

The primase recognition site includes the phage 
G4 origin of replication site. Thus by introducing into 
bacteria a competitive oligonucleotide which interfers 
with this recognition site, bacterial growth and survival 
may be inhibited. An example of this competitive 
inhibitor is 

5 • GGCCGCCCCACATTGGGCAGGTATCTGACCAGTAGAGGGGCGGCC 3' which 
is the loop III of the bacteriophage G4 ori c . 

The sigma-70 recognition site includes the core 
polymerase a 2 BB> and this interaction confers 
specificity for promoter sequences. An example of this 
competitive inhibitor is 5 f TTGACATAAATACCACTGGCGGTGATACT 
3'. This sequence is the bacteriophase lambda P L 
promoter. This is the strongest promoter in E,, qpli and 
thus has the strongest known binding with RNA polymerase. 

Thus the introduction of competitive 
oligonucleotides for these sequences into the bacteria 
will result in competitive interaction with the protein 
recognition site, thus preventing the binding of the S21, 
primase or sigma-70 molecules to the recognition site. 
This will interrupt normal cell function, growth and 
replication. Introduction of these oligonucleotides into 
the bacteria, disrupts the MMS operon's function and thus 
successfully treats bacterial infections. 

Example I 

To inhibit cell growth, an inoculum of K±. CQli 
and EL. subtilis are mixed in a single test tube and an 
antisense oligonucleotide to coli (AOAMMS-Eco) is added 
to the cell inoculum. The culture is gram strained after 
several hours of growth. Gram positive organisms are seen 
and there is a paucity of gram negative organisms. In a 
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corollary experiment, an antisense oligonucleotide to B_ 
MlbtUia ( AOAMMS— B su ) is added to a mixed inoculum of ^ 
fiflll and saeilis and it is grown for several hours. On 
5 subsequent gram strain there is found negative rods 

These experiments demonstrate species specific antisense 
olxgonucleotide demise of bacterial organisms. 

EXAMPLE II 

To show that the expressed sequences within the 
to MMS operon (jaMtU , ^ t £EaR) contain conserved homologous 

DNA sequences, the following oligonucleotide which 
recognized conserved DNA sequences within the dnafi gene. 

AOAMMS - flnafi, 5'- CATCCAAAGCAGTGGTAAAACTGTTT-3 • 
was synthesized: (sequence 1, Table 1) 

15 This oligonucleotide was end labeled and used as 

a probe in Southern blotting. DNA was isolated from 12 
different pathogenic strains of telmmzlllL obtained from 
the body fluids of infected patients, digested with 
Hinfllll and run on a 1% agarose gel. This digested 
20 chromosomal DNA was probed with the end-labeled daafi 

oligonucleotide AOAMMS. 

As seen in Figure 7, there is conservation of the 
olxgonucleotide AOAMMS - dliafi in different pathogenic 
straxns of Saimoi^Ua. The Southern blot shows homology 
25 of the oligonucleotide AOAMMS - dn aG to a laboratory control 

strain of Salmonella (LT-2) (lane 1) and twelve (12) 
dxfferent pathogenic strains isolated from body fluids of 
patients (lanes 2-13). There was no hybridization to 
human DNA (the negative control on lane 14), and as a 
positive control; a plasmid containing the DNA sequences 
m the probe showed a hybridization signal (lane 16) 
Lane 15 has lambda DNA cut with Hind. Ill as a marker. On 
the far right are the sizes in kilobase pairs as 
determined on the agarose gel before Southern transfer 

that ,H Skilled ^ r " dil * ^Preciate 

that the present invention is well adapted to carry out 
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the objects and obtain the ends and advantages mentioned, 
as well as, those inherent therein. The oligonucleotides, 
antibiotics, compounds, methods, procedures and techniques 
described herein are presently representative of preferred 
embodiments, are intended to be exemplary, and are not 
intended as limitations on the scope. Changes therein and 
other uses will occur to those skilled in the art which 
are encompassed within the spirit of the invention or 
defined by the scope of the appended claims. 
WHAT IS CLAIMED IS: 
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CLAIMS 

1. A method of interrupting the expression of a 
MMS operon, comprising the step of binding an antisense 

5 oligonucleotide to a mRNA transcribed from said MMS 

operon. 

2. The method of claim 1, wherein the antisense 
oligonucleotide is selected from the group consisting of a 
sequence specific to a unique intergenic sequence, a 

10 sequence specific to a bacterial homolgous sequence and 

any combination thereof. 

3. The method of claim 2, wherein the antisense 
oligonucleotide is at least 10 mers . 

4. The method of claim 3, wherein the antisense 
15 oligonucleotide is 16 to 26 mers. 

5. A method for treating bacterial infections 
comprising the step of interrupting the expression of a 
MMS operon by binding an antisense oligonucleotide 
antibiotic to a mRNA transcribed from said MMS operon. 

20 6 * The method of claim 5, wherein the antisense 

oligonucleotide antibiotic binds to a bacterial homologous 
sequence in the mRNA transcribed from said MMS operon. 

7. The method of claim 6, wherein the antisense 
oligonucleotide antibiotic is selected from the group 

25 consisting of 5 * CATCCAAAGCAGTGGTAAAACTGTTT 3' and 

5 ' TCACCGATCGGCGTTTCCA 3'. 

8. The method of claim 5, wherein the antisense 
oligonucleotide antibiotic binds to an intergenic 
sequence, said intergenic sequence is unique for each " 

30 strain of bacteria. 

.9. The method of claim 8, wherein the antisense 
oligonucleotide antibiotic is selected from the group 
consisting of: 

5' GGCCCCGATTTTTAGCAA 3' which binds to the 
transcribed mRNA of call, 5' CTTGCGTAAGCGCCGGGG 3* 
which binds to the transcribed mRNA of £, tv D him„r-i„ m 

3 
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and 5* TATTCGATGCTTTAGTGC 3' which binds to the 
transcribed mRNA of JB^. gufrtilis- 

10. The method, of claim 5, wherein the antisense 
oligonucleotide antibiotic binds to both a homologous 
sequence and a unique intergenic sequence. 

11. The method of identifying bacteria, 
comprising the steps of: 

binding a unique intergenic antisense 
oligonucleotide to a mRNA transcribed from a MMS 
operon; and 

determining the amount of said binding. 

12. The method of claim 11, wherein the 
oligonucleotide is: 

5' G G CCCCG ATTTTTAG C AA 3' and the bacteria is 
identified as EL. cpl.i.. 

13. The method of claim 11, wherein the 
oligonucleotide is: 

5' CTTGCGTAAGCGCCGGGG 3' and the bacteria is 

identified as tvphinmrjum. 

14. The method of claim 11, wherein the 
oligonucleotide is 

5 t TATTCGATGCTTTAGTGC 3' and the bacteria is 

identified as fi^ gufrtilig. 

15. An antibiotic, comprising: 

at least a 10 mer oligonucleotide, wherein said 
oligonucleotide is complementary to a sense strand of 
a MMS operon and binds to a mRNA transcribed by said 
sense strand. 

16. The antibiotic of claim 15, wherein said 
oligonucleotide is selected from the group consisting of: 

5 • GGCCCCGATTTTTAGCAA 3 ' , 5 ■ CTTGCGTAAGCGCCGGGG 3 • , 
5 • TATTCGATGCTTTAGTGC 3 ' , 
5 ' CATCCAAAGCAGTGGTAAAACTGTTT 3 1 , and 
35 5 ' TCACCGATCGGCGTTTCCA 3 ' . 
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17. The antibiotic of claim 15, further 
comprising: 

a carrier molecule linked to said 
5 oligonucleotide, wherein said carrier molecule 

facilitates the uptake of said oligonucleotide into 
the bacterium. 

18. The antibiotic of claim 17, wherein the 
carrier molecule is an amino acid. 

10 19 * The antibiotic of claim 15, wherein said 

oligonucleotide is derivatized at the 3 ' end to prevent 
degradation of said oligonucleotide. 

20. The antibiotic of claim 19 wherein a 
Phosphorothioate linked nucleotide is added to the 3- end 

15 by derivatization. 

21. A method of treating bacterial infections, 
comprising the step of interrupting the function of 
proteins selected from the group consisting of S21, 
primase and sigma-70. 

20 22 * Th ® method of treating bacterial infections, 

comprxsing the step of competitively inhibiting a 
recognition site of a protein encoded by a MMS operon by 
introducing a competitive oligonucleotide into a bacterium. 

23. The method of claim 22, wherein a S21 
25 recognition site is inhibited by introducing 

5 ' GATCACCTCCTTA 3 • into the bacterium. 

24. The method of claim 22, wherein a primase 
recognition site is inhibited by introducing 

5'GGCCGCCCCACATTGGGCAGGTATCTGACCAGTAGAGGGCGGCC 3' into the 
30 bacterium. 

25. The method of claim 22, wherein a sigma-70 
recognition site is inhibited by introducing 5' 
TTGACATAAATACCACTGGCGGTGATACT 3' into the bacterium. 

26. The method of identifying bacteria, 
35 comprising the steps of: 

treating \ mm S operon to form single stranded DNA; 
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binding an antisense oligonucleotide ho a unique 
intergenic sequence in the single stranded DNA of the 
MMS operon; and 

measuring the amount of said binding. 

27. The method of claim 26, wherein the 

oligonucleotide is : 

•5 GGCCCCGATTTTTAGCAA 3' and the bacteria is 

identified as CQli. 

28. The method of claim 26, wherein the 
oligonucleotide is : 

•5 CTTGCGTAAGCGCCGGGG 3 f and the bacteria is 
identified as ftyphirpurium. 

29- The method of claim 26, wherein the 
oligonucleotide is: 

•5 TATTCGATGCTTTAGTGC 3' and the bacteria is 

identified as gufrtilis* 
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